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ammonia-oxidizing 
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prokaryotes and, 716, 
719-20, 723, 726-28 
novel thiols and, 337, 341 
Methanococcus jannaschii 
horizontal gene transfer in 
prokaryotes and, 720, 
726-27 


novel thiols and, 342 
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thiol-redox pathways and, 
29-30, 38 
Methylation induced 
premeiotically (MIP) 
homology-dependent gene 
silencing in fungi and, 
384-86 
mglA gene 
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in vitro models of 
hypoxic NRP, 146—55 
introduction, 140 
macrophage cultures, 
154 


“old stationary” models, 


147 

optical density curves, 
148 

phenotypic expression, 
148-49 

regulatory factors, 
152-54 

restriction of 
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thiol-redox pathways and, 
25 


P 
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fungal pathogenesis and, 
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recombination and 
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570-73 
nucleotide sequence 
analysis, 565-68 
phylogenetic analysis, 
568-69, 580-83 
Porphyromonas gingivalis 
polarized epithelium and 
pathogens, 424—25 
Posttranscriptional regulation 
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